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A or G 
MEME repeated motif 9 

MEME 'single 1 motif 9 
Yi -consensus 
apoE-undef ined-site-3 
ApoE_ Bl 
APRT -human_US 
APRT-CHO_US , , 

======== fg) 

1238 AGCTGCAGCCCCSCCTCCTTCTC^ ^^f) 
TCGACGTCGGGGfGGAGGAAGAGGTCG 



MEME repeated motif 2 
MEME repeated motif 2 

MEME 'single 1 motif 9 
Yi - consensus 
Spl-TPI_(4) 
GCF- consensus 

IRE_(1) 

Spl_CS4 

GC-box_(l) 

Spl-IE-4/5 

Spl-IE-3 .3 

E2A_CS hsp70.2 

E2A^_CSSpl -hsp7 0_ ( 1 ) 

APRT-mous e_US 

1379 AGCTGCAGCCCCGCCTCCTTCTCCAGC 
TCGACGTCGGGGCGGAGGAAGAGGTCG 
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MEME repeated motif 9 

MEME repeated motif 9 

MEME repeated motif 3 

MEME 'single' motif 6 

E-2.7_kb_(3) 

E1A-F_.CS 

GH1 MTVGRE_NRS 

910 TCTGTCTGGCTGGGCTTGCAAGGATGTGTAG 7 
AGACAGACCGACCCGAACGTTCCTACACATC 



MEME repeated motif 9 

MEME repeated motif 9 

MEME repeated motif 9 

MEME repeated motif 3 

MEME 'single 1 motif 6 

E-2.7_kb_(3) 

MBF-I_CS 

E1A-F_CS 

CNB P - SREMTVGRE_NRS 

GH1 MRE_CS2 

1052 TCTGTCTGGCTGGCGTGCAAGGATGTGTAG 
AGACAGACCGACCGCACGTTCCTACACATC 



